Introduction
============

Family history has long been recognised as an important risk factor for obesity.^[@bib1],\ [@bib2]^ Quantitative genetic analyses using twin, family and adoption designs have demonstrated that familial resemblance in body mass index (BMI) is largely due to genetic similarity, with high heritability estimates reported from twin studies (47--90%), and moderate-to-high estimates from family (24--81%) and adoption studies (20--60%).^[@bib3],\ [@bib4]^ A recent meta-analysis of twin studies showed that heritability estimates were on average 0.07 higher in children than in adults.^[@bib3]^

Genome-wide Association Studies (GWAS) have made significant headway in identifying single-nucleotide polymorphisms (SNPs) that are related to the relative body weight, indexed using BMI.^[@bib5]^ A large meta-analysis of 123 865 adults from 46 studies with follow-up in another 125,931 participants conducted by the Genetic Investigation of Anthropometric Traits (GIANT) consortium identified 32 SNPs robustly associated with adult BMI.^[@bib5]^ The majority of these SNPs (23--28) demonstrated directionally consistent effects in age- and sex-adjusted BMI in children and adolescents.^[@bib5],\ [@bib6]^ A subsequent meta-analysis of 14 studies with 5530 cases of obesity and 8318 controls identified another two SNPs associated with childhood and adolescent obesity that also showed directionally consistent effects in the previous meta-analysis of adult BMI.^[@bib5],\ [@bib7]^

However, even in combination, the 32 established SNPs explain \<2% of the variation in BMI in either adults or children,^[@bib5]^ although there are some suggestions that the size of the association between combined genetic obesity risk and adiposity may vary over the lifespan, peaking during late childhood (age 11) and early adulthood (age 20)^[@bib8]^ in line with heritability estimates. The mismatch between the high heritability estimates from quantitative genetic analyses and the small proportion of variation explained through GWAS findings across many complex traits have come to be known as the problem of 'missing heritability\'.^[@bib9]^ Part of the missing heritability is likely to be due to rare genetic variants and some non-additive genetic effects. These contribute to the estimated genetic effect in quantitative genetic studies, but are not detected in GWAS analyses that only capture additive effects of common SNPs with minor allele frequencies of ⩾5%. A second possibility is that there are multiple additional common genetic variants that contribute to the genetic effect observed in quantitative genetic studies, but have such small effect sizes that they cannot be detected even in the huge data sets used in contemporary GWAS analyses. However, until there is direct molecular genetic evidence for these additional sources of genetic influence, missing heritability is not clarified, and questions will remain about whether the heritability of obesity has been overestimated by quantitative genetic studies.

A novel approach called Genome-wide Complex Trait Analysis (GCTA) takes advantage of the fact that the degree of genetic resemblance for common SNPs at the whole-genome level is normally distributed among unrelated individuals. This can be used to quantify the proportion of the variation in a particular phenotype that is explained by the total common SNP similarity, effectively a molecular genetic estimate of heritability.^[@bib10]^ The purpose of GCTA is not to identify specific SNPs related to the target phenotype, but rather to estimate the total additive genetic effect of the common SNPs used on currently available DNA arrays. Its value relative to GWAS comes from the fact that the GCTA estimate includes the effect of SNPs well below the current GWAS threshold.

GCTA has made major inroads into explaining the missing heritability of adiposity in adults. The first report found a genetic effect due to additive effects of common SNPs of 16.5%^[@bib11]^ a remarkable order-of-magnitude increase compared with the effect of known genetic variants, and not far off the lower limit for additive genetic influence as estimated from family studies (e.g.^[@bib12]^). A second study produced very similar results, with GCTA estimates of 14 and 10% in two independent adult samples.^[@bib13]^ In this study, we provide the first pediatric GCTA estimate of additive genetic effects on adiposity in a sample of unrelated children. We also include the twin-based estimate of heritability in the same sample for direct comparison with the GCTA estimate by including data from the co-twin in the same families.

Subjects and methods
====================

Sample
------

Data were from the Twins Early Development Study (TEDS), a population-based cohort of monozygotic and dizygotic twins (\>11 000 pairs) born between 1994 and 1996 in England and Wales.^[@bib14]^ Twins and parents provided informed consent for each part of the study prior to data collection. King\'s College London\'s Ethics Committee provided ethical approval.

Genotyping
----------

Genome-wide genotyping was completed in 2010 for one randomly selected child in each of 3665 families; of these, 3152 (1446 male and 1706 female subjects) survived quality control criteria for ancestry, heterozygosity, relatedness and hybridisation intensity outliers (for details see^[@bib15]^). Genotyping and quality control was done using the Affymetrix 6.0 GeneChip SNP genotyping array (Affymetrix Inc, Santa Clara, CA, USA) using standard experimental protocols as part of the WTCCC2 project.^[@bib16]^ SNPs were selected on their minor allele frequency (\>0.01), genotype call-rate (\>0.80), Hardy--Weinberg Equilibrium (\>10^−20^) and plate effect *P*-value (\>10^−6^), which resulted in ∼700 000 quality-controlled genotyped SNPs. In addition, there were ∼2.5 million SNPs imputed from HapMap 2 and 3, and WTCCC controls, using the programme IMPUTE v.2 software.^[@bib17]^ Imputed SNPs were screened using much more stringent quality control that resulted in reduction to ∼1 000 000 SNPs, giving a total of 1.7 million (quality controled) SNPs (for details see^[@bib15]^). To control for ancestral stratification, we performed principal component analysis using EIGENSTRAT from EIGENSOFT package^[@bib18]^ and identified significant axes using the Tracy--Widom Test.^[@bib19]^ This resulted in eight axes with *P*\<0.05 that were used as covariates in GCTA analyses.

Measurement of adiposity
------------------------

Height and weight data were obtained in 2005 when the children were 8--11 years old, as part of a study of the heritability of adiposity.^[@bib20]^ Parents were sent detailed instructions and asked to record each child\'s weight to the nearest pound or tenth of a kg, and height to the nearest cm, as well as the date of measurement. Parent- and researcher-measured heights and weights were correlated 0.90 and 0.83 in a subsample of 228 families.^[@bib20]^ BMI was calculated as weight (kg)/height (m)^2^. BMI values were converted to s.d. scores (BMI-SDS) that take into account the child\'s age and sex, using 1990 UK growth reference data^[@bib21]^ and computed with the programme ImsGrowth.^[@bib22]^ Reference values^[@bib21]^ were used to exclude implausible heights (\<1.05 or \>1.80 m), weights (\<12 or \>80 kg) and BMIs (\<11 or \>32).

Statistical analyses
--------------------

All analyses were conducted on BMI-SDS that had been residualised for age and sex effects using a regression procedure. We used the GCTA package^[@bib23]^ to quantify the proportion of variance in BMI-SDS explained by 1.7 million SNPs for the unrelated children with genotype and BMI-SDS data. All possible pairs from a sample of 2269 individuals yields nearly 2.6 million pairwise comparisons (2 573 046). No pairs exceeded the GCTA standard cutoff coefficient of 0.025 for genetic relatedness, confirming that no two children in the analysed sample appeared to be genetically related in the traditional sense. We performed standard ACE model-fitting analyses using OpenMx^[@bib24]^ to estimate the heritability of BMI-SDS for the same sample of children by including anthropometric data from their co-twin to provide a direct comparison for the estimate derived from GCTA. The fit of the model was not of primary interest in this study; however, to assure a 'good fit\', we used the full ACE Cholesky Decomposition Model (including additive genetic (A), shared environmental (C) and unique environmental (E) components), which is the full model and thus fits the data best and also provides estimates of the A, C and E parameters.

Results
=======

Of the 3152 children with genotyping data, 2402 families (76%) had provided anthropometric data and recorded age when the children were measured. Data from four children were excluded because they were reported as being \<8 years old at the time they were measured; and 80 data points were excluded for implausible anthropometric results. Data from 22 children whose zygosity was unknown were excluded from the analyses because they could not be included in the twin analyses, along with a small number of children (*n*=27) with severe medical problems. Following exclusions, 2269 children had genotyping and anthropometric data.

The sample characteristics for the children included in the GCTA analysis are shown in [Table 1](#tbl1){ref-type="table"}. The average age was 9.9 years, 53% were girls and 39% were from monozygotic (identical) twin pairs. Their average BMI-SDS placed them close to the 1990 reference value, with comparatively low rates of overweight (8.7%) and obesity (3.6%).

The twin estimate of heritability of BMI-SDS in the sample was 82% (95% confidence interval: 0.74--0.88; *P*\<0.001). Full results from the twin modelling are available from the first author. The GCTA estimate of genetic influence due to the additive effect of common SNPs was 30% (95% confidence interval 0.02--0.59; *P*=0.02). SNP heritability was therefore equivalent to 37% of the twin-estimated heritability (30%/82%). [Figure 1](#fig1){ref-type="fig"} plots the variance explained in BMI-SDS from the twin analyses and the GCTA.

Discussion
==========

This is the first pediatric study to use GCTA to estimate the genetic influence on adiposity attributable to additive genetic effects from common SNPs across the entire genome. Consistent with findings in adults^[@bib11],\ [@bib13]^ the GCTA method gave an order-of-magnitude increase compared with the GWAS estimates (1.5%), explaining 30% of the variance in BMI-SDS. This equated to 37% of the estimate of heritability derived from the twin design (82%) in the same families, and is comparable to many estimates derived from family studies.^[@bib3]^ Given that the 32 SNPs of the largest effect account for only 5% (1.5/30%) of the total common additive genetic SNP variance, these results suggest that 95% of the variation due to common SNPs have been undetected through GWAS. There are therefore likely to be hundreds of additional causal variants influencing childhood adiposity.

This GCTA estimate is likely to be at the lower end of the true additive genomic influence because it is limited to SNPs with a minor allele frequency of ⩾5% rarer variants are therefore excluded. In addition, causal variants that were not genotyped or not highly correlated with the SNPs on the genotyping array will also have been missed.

The GCTA value (30%) was larger than has been reported in studies in adults (10--16.5%),^[@bib11],\ [@bib13]^ suggesting that the additive genetic effect from common SNPs on BMI may be slightly higher for children. This is consistent with the higher estimates of heritability from pediatric than adult twin studies.^[@bib3],\ [@bib13]^ This may reflect the fact that adults are more likely than children to be making deliberate attempts at weight control, thus, limiting the observed genetic effect. The larger value may also be explained by the narrow age range of the sample, which reduces the effect of gene by age interaction.

These results have clinical and public health implications. Although the method used in the GCTA analysis cannot be used to predict obesity risk for any one individual because the genetic variants involved are not identified, the results underline the importance of additive genetic effects in the development of adiposity in childhood. This supports the current convention of using parental weight status as a proxy for childhood obesity risk.^[@bib25]^ Targeting children of obese parents for early-life obesity-prevention interventions, given that these children are most at risk, might be a useful direction to take.

This study has limitations. BMI tends to be lower in twins than singletons^[@bib26]^ and consistent with this, the average BMI of the sample placed them close to the 1990 reference value, and therefore below contemporary levels of adiposity. The sample size meant that it was not possible to carry out subgroup analyses. Height and weight data were parent-reported, therefore may be less reliable than researcher-measured anthropometrics, although they were found to be reliable in a subsample of families.^[@bib20]^ Lastly, the effects of pubertal status were not examined in this study; differences in pubertal status may have resulted in a slightly lower GCTA estimate of additive genetic effects on BMI-SDS. The study\'s strengths included the opportunity to estimate heritability using the twin design in the same sample for which we carried out the GCTA analysis.

These results find that GCTA analysis explains a substantial proportion of the genetic effect identified as 'missing heritability\'. They provide compelling evidence that additive genetic influence from multiple common SNPs is a powerful determinant of adiposity in childhood.
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###### Characteristics of the GCTA analysis sample (*n*=2269 children)

                    *Mean (s.d.) or* n *(%)*
  ----------------- --------------------------
  Age (years)       9.90 (0.84)
                     
  *Sex*             
   Females          1208 (53.2)
   Males            1061 (46.8)
                     
  *Zygosity*        
   Monozygotic      890 (39.2)
   Dizygotic        1379 (60.8)
  Weight (kg)       33.28 (7.33)
  Height (m)        1.39 (0.08)
  BMI (kg m^−2^)    17.03 (2.59)
  BMI-SDS           −0.02 (1.13)
                    
  *Weight status*   
   Healthy weight   1991 (87.7)
   Overweight       197 (8.7)
   Obese            81 (3.6)

Abbreviations: BMI, body mass index; BMI-SDS, BMI s.d. scores.
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